Supplemental
. Quantitation of free glucose in blood samples using a MEA chip. (a) Representative LC-nanoESI-MS spectrum of a mixture of standard glucose and glucose-d2. (b) Calibration curve for varying amounts of glucose spiked in the pooled plasma matrix (1:100 dilutions with 1 × PBS buffer), with constant 50 µM glucose-d2 spiked in as the internal standards. Responses (glucose: glucose-d2) were determined by calculating the ratio between the LC-MS peak areas of glucose and glucose-d2, relative to the known molar ratio of spiked glucose and glucose-d2. The endogenous glucose in the pooled plasma matrix was subtracted in the final calculation. The error bars were too small to be seen (s.d., n ≥ 3).
Supplemental Figure 2.
Representative LC-MS spectra of glucose and standard proteins analyzed using a MEA chip. (a) Representative total ion chromatogram (TIC) for a mixture of glucose and five standard proteins in a one-hour LC-MS run. Extracted ion chromatograms (EIC) for each component including glucose, bovine cytochrome C, bovine insulin, HSA, human HbA-α and HBA-β, and human apoA-I are shown in the order of their ascending LC elution time, respectively. (b) Representative ESI-MS spectra of the five proteins, each labeled with their charge state (+N) at the maximum intensity, respectively.
